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Defective images within this document are accurate representations of 
the original documents submitted by the applicant. 
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FORA with wells 




FORA and back-plate are pressed 
together with a seal to create a 
closed flow chamber- 
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Figure 18 




Sulfurylase on mobile support/Luciferase on surface, PPi flows across FORA 
surface. 1 mobile-support per pixel on camera; 50|im FORA wall spanning 4 
15pm pixels. Shown is 100 x 100 Pixels (10K pixels), 1 .5 mm 2 . 
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Primer Candidates by Tm 
8x19x19x19x9 tetrads (493,848 total possiblities) 
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1* segment sequencing 
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Termination with ddNTPs/dNTPs (CAP) 




. Deblocking 2 nd primer with ClAP (CUT) 




Sequencing 2 nd segment (CONTINUE) 
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TACAGGTGnGGTATGCCAmGCGATTTGTTGCGCTTGGTTAGCCG 
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"Carpeted" FORA with Randomly 
Dispersed L,S Support 
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The 454 Sequencing system 
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